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Figure S1. Enrichment of genes represented in the proteome analysis grown upon
modulation of PKAI expression compared to all genes present in the genome. The
enrichment was based on GO terms associated with biological processes (A), cellular components
(B), and molecular functions (C). Additionally, enrichment of Pkal-regulated genes was
performed based on biological classification represented in the proteome analysis (D). Strains
were grown under Pkal-repressed (glucose-containing medium) or Pkal-induced (galactose-
containing medium) conditions. Statistical analysis of the dataset was performed using the

Benjamini and Hochberg false discovery rate multiple testing correction (p-value < 0.05).



